reduces mortality from dislodgement in exposed areas (Wernberg 2005) . tissues mix forming a single unit that externally mimicks a single organism (Vásquez et al. 87 2008). A simple expectation from this growth pattern is that the rate at which genets fuse To test these predictions, we quantified the number of different genets (i.e. genotypes per plant, of a maximum of six that could be detected with the sampling scheme.
248
Only 18.5 % of the sampled holdfasts showed only one multilocus genotype. On the 249 opposite, 22.9 % showed at least five different multilocus genotypes, including small kelps
12
(e.g., all five stipes with a different multilocus genotype) (Fig. 1 ).
251
The evaluation of the effects of plant-to-plant MV using GLMM's revealed that (Table 1) . In LD 100% of the holdfasts were plurigenotypic, whereas only 62.5 % at HD.
262
The average number of genotypes was also greater in LD, with 3.54 genotypes/holdfast, number of genotypes can be observed only in HD (Fig. 2) .
266
Exploring the relative weights of each factor in the models considering the Site (St) as number of POs and number of genotypes per PO in each model (Fig. 1) .
272
In the PCA analyses, using genet-to-genet morphological variables, the first two axes interesting and testable hypothesis that emerges from the pattern observed in this study. Table 1 . Summary of the GLMM models using morphometric values of the plants. Table   671 shows the result of comparing high holdfast density (HD) with the other levels of the PC2 (17.57%)
